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SEQUENCE LISTING 

<110> Holthofer, Harry 

<120> The Use of Soluble Protein Molecules Expressed by the 
Pancreas and Kidney Glomerules 

<130> 9B17PC-US 

<140> USSN 10/018,094 
<141> 2000-06-15 

<150> PCT/FI00/00540 
<151> 2000-06-15 

<150> FI991369 
<151> 1999-06-15 

<160> 7 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 3705 
<212> DNA 
<213> Rattus sp. 

<220> 

<223> Molecule type: cDNA from mRNA 
<220> 

<223> Tissue type: Pancreatic islets, kidney glomerulus 
<400> 1 

atgtccagtt tgactcccct gctgctcatg ggaatgctga cctcaggcct ggccgagtcg 60 
ccagtcccca cctcagcacc tcgaggcttc tgggctctgt ctgaaaacct gactgcggtg 12 0 
gaagggacaa cagttaagct atggtgcggt gtcagggccc. ctggcagtgt ggtgcagtgg 180 
gctaaggatg ggctgcttct gggtccaaac ccgaagatgc caggcttccc gaggtacagc 240 
ctggaaggag atcgtgctaa aggcgagttc cacctgctta ttgaagcctg tgacctcagt 300 
gatgacgcag agtatgaatg ccaagtcggc cgctcagagt tgggtcccga gcttgtgtct 3 60 
cctaaagtaa tcctctccat tctagtttcc cccaaggtgc ttctgttgac ccccgaggca 420 
ggaagcacag tgacctgggt agctgggcag gagtatgtgg tcacctgtgt gtctggggat 48 0 
gcaaaaccag cacctgacat caccttcatc cagagtggac gaactatatt ggacgtctcc 540 
tccaatgtga atgagggatc agaggagaaa ctctgcatca cagaggccga agccagggtg 600 
ataccccaga gctcggataa cgggcagtta ctggtctgtg agggttccaa cccagctttg 660 
gacactccca taaaggcttc attcaccatg aatattctgt ttcccccagg acctcctgtc 720 
attgattggc caggcctgaa tgaagggcat gtgagggcag gggagaacct ggagctgccc 78 0 
tgcacagcca gaggtggcaa tccacctgct accctgcagt ggctgaagaa cggtaaacca 840 
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gtgtccacag cctggggcac cgagcatgcc caggcagtgg cccacagtgt gctggtgatg 900 

actgtacgac ctgaagacca tggagctcgg ctcagctgtc agtcctacaa cagcgtgtct 960 

gcagggaccc aggagagaag catcacacta caggtcacct ttcccccaag cgccattacc 1020 

atcctgggat ctgtatcaca atcggagaac aagaacgtga ccctttgctg cctgaccaag 1080 

tccagtcgcc cacgggtcct gctgcgatgg tggttgggtg gacggcagct gctgcccaca 1140 

gatgagacag tcatggatgg cctgcatggt ggccacatct ccatgtccaa tctcacattc 1200 

ttggtgcgga gagaagacaa tggcctgccc ctcacgtgtg aagccttcag tgacgccttc 12 60 

agcaaggaga ccttcaagaa gtcactcacc ttgaatgtga aataccctgc ccagaagctg 13 2 0 

tggattgagg ggcccccaga gggacagtac atccggactg ggactcgggt gaggctggta 1380 

tgcttggcca tcggaggcaa cccagacccc tccctcatct ggtttaagga ttcacgtccg 1440 

gtgagcgagc cccggcagcc ccaggagccc cggcgtgtgc agctgggcag tgtggagaag 1500 

tccgggagca ctttctcccg cgagctggtg ttgatcatag gtccgccgga caaccgagcc 1560 

aagttctcct gcaaggcggg tcagctcagt gcgtctacgc agctggtggt gcagttcccc 1620 

ccaaccaacc tgaccatcct ggccaactcg tccgcgctgc gcccaggcga cgccttgaac 1680 

ttgacctgcg tcagcatcag cagcaacccc ccagtcaact tgtcttggga caaggaagga 1740 

gagaggctgg aagatgtggc tgcaaaaccc cagagtgcac cgttcaaagg ctccgctgca 1800 

tccaggagtg tttttctcag agtgtcatcc cgagaccacg gtcaacgggt cacctgccgg 1860 

gcccacagcg aggcactccg tgaaaccgtg agctccttct accgcttcaa tgtgctgtat 1920 

cctccagaat tcctggggga gcaagtccgg gcagtgaccg tggtggagca gggccaggtg 1980 

ctgctgccgg tgtcggtgtc cgctaacccc gcccccgagg ccttcaactg gaccttccga 2040 

ggctaccgcc tcagcccagc tgggggtccc cggcaccgta tcctgtctgg aggggctctg 2100 

cagctgtgga atgtgacccg agctgacgat ggcttttatc agctgcactg ccagaactca 2160 ' 

gagggcaccg ctgaggcgct gttgaagctg gacgtgcatt atgctcccac catccgtgcc 2220 

ctccgggacc ctactgaggt gaatgttggg ggttctgtgg acatagtctg caccgttgac 2280 

gccaatccca tcctcccaga gatgttcagc tgggagagac tgggagaaga agaggaggat 2340 

ctgaacctgg acgacatgga gaaagtttcc aagggatcca cggggcgtct gcggattcgc 2400 

caagccaagc tatcccaggc tggtgcctac cagtgcatcg tggacaatgg ggtggctcct 24 60 

gcagccagag gactggttcg tcttgtcgtc cgatttgctc cccaggtgga tcagcctact 2520 

cccctaacaa aagtggctgc cgctggggac agcaccagct cagccacact gcactgccgt 2580 

gcccggggtg tccccaacat cgacttcact tggaccaaaa acggggtccc tctggatctc 2640 

caagacccca ggtacacaga gcacaggtac caccagggtg ttgtccacag cagcctcttg 2700 

accatcgcta atgtgtctgc ggcccaggac tatgccctct tcaaatgcac ggccaccaat 2760 

gcccttggct ctgaccacac caacatccag ctcgtcagca tcagccgccc tgaccctcca 282 0 

ctgggactga aggttgtcag cataagccct cactcggtgg ggctggagtg gaagcctggc 2 88 0 

tttgatgggg gtctgcctca gaggttccaa atcaggtacg aggccctcga gaccccagga 2940 

ttcctccacg tggatgtcct acctacacag gccactacct tcacgctgac tgggctgaag 3000 

ccttctacac gatataggat ctggctgttg gccagcaatg ccctggggga cagtggattg 3060 

acggacaagg ggatccaggt ctccgtcact accccaggcc ccgaccaggc tcctgaagac 312 0 . 

acagaccacc agctgcccac agagctgcct ccaggacccc caaggctgcc cctgctgcct 3180 

gtgctctttg cagttggtgg . tcttctgctg ctctccaatg cctcctgtgt tgggggtctc 3240 

ctctggcgga gaagactgag gcgccttgct gaggagatct cagagaagac agaggcaggg 33 00 

tcggaggaca ggatcaggaa tgaatatgag gagagtcagt ggactgggga ccgggacacg 3 3 60 

agaagctcca cggttagcac agcagaagtg gacccaaatt actactccat gagggacttc 342 0 

agcccccagc ttcccccaac actggaggag gtgctgtatc accaaggtgc tgaaggcgag 348 0 

gacatggcct tccccggaca cctgcatgat gaagtggaga gagcctatgg cccgcctggg 3540 

gcctggggac ccctctatga tgaagtacga atggacccct atgaccttcg ctggcctgag 3 600 

gtccaatgtg aggatccgag gggaatctac aaccaggtgg cagcagacat ggatgctgtg 3660 

gaagctagct ctctgccgtt tgagctgagg ggacatctgg tgtga 3705 
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<210> 2 
<211> 1241 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> DOMAIN 

<222> (1056) . . (1093) 

<223> Transmembraneous domain 

<400> 2 

Met Ala Leu Gly Thr Thr Leu Arg Ala Ser Leu Leu Leu Leu Gly Leu 
1 5 10 15 

Leu Thr Glu Gly Leu Ala Gin Leu Ala lie Pro Ala Ser Val Pro Arg 
20 25 30 

Gly Phe Trp Ala Leu Pro Glu Asn Leu Thr Val Val Glu Gly Ala Ser 
35 40 45 



Val Glu Leu Arg Cys Gly Val Ser Thr Pro Gly Ser Ala Val Gin Trp 
50 55 60 

Ala Lys Asp Gly Leu Leu Leu Gly Pro Asp Pro Arg lie Pro Gly Phe 
65 70 75 80 

Pro Arg Tyr Arg Leu Glu Gly Asp Pro Ala Arg Gly Glu Phe His Leu 
85 90 95 



Leu lie Glu Ala Cys Asp Leu Ser 
100 

Val Gly Arg Ser Glu Met Gly Pro 
115 120 

Leu Ser lie Leu Val Pro Pro Lys 
130 135 

Gly Thr Met Val Thr Trp Val Ala 
145 150 

Val Ser Gly Asp Ala Lys Pro Ala 
165 

Gly Gin Thr lie Ser Asp lie Ser 
180 



Asp Asp Ala Glu Tyr Glu Cys Gin 
105 110 

Glu Leu Val Ser Pro Arg Val lie 
125 

Leu Leu Leu Leu Thr Pro Glu Ala 
140 

Gly Gin Glu Tyr Val Val Asn Cys 
155 160 

Pro Asp lie Thr lie Leu Leu Ser 
170 175 

Ala Asn Val Asn Glu Gly Ser Gin 
185 190 
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Gin Lys Leu Phe Thr Val Glu Ala Thr Ala Arg Val Thr Pro Arg Ser 
195 200 205 

Ser Asp Asn Arg Gin Leu Leu Val Cys Glu Ala Ser Ser Pro Ala Leu 
210 215 220 

Glu Ala Pro lie Lys Ala Ser Phe Thr Val Asn Val Leu Phe Pro Pro 
225 230 235 240 

Gly Pro Pro Val lie Glu Trp Pro Gly Leu Asp Glu Gly His Val Arg 
245 250 255 

Ala Gly Gin Ser Leu Glu Leu Pro Cys Val Ala Arg Gly Gly Asn Pro 
260 265 270 

lie Ala Thr Leu Gin Trp Leu Lys Asn Gly Gin Pro Val Ser Thr Ala 
275 280 285 

Trp Gly Thr Glu His Thr Gin Ala Val Ala Arg Ser Val Leu Val Met 
290 295 300 



Thr Val Arg Pro Glu Asp His Gly Ala Gin Leu Ser Cys Glu Ala His 

305 310' 315 320 

Asn Ser Val Ser Ala Gly Thr Gin Glu His Gly lie Thr Leu Gin Val 

325 330 335 



Thr Phe Pro Pro Ser Ala lie lie lie Leu Gly Ser Ala Ser Gin Thr 
340 345 350 

Glu Asn Lys Asn Val Thr Leu Ser Cys Val Ser Lys Ser. Ser Arg Pro 

355 360 365 

Arg Val Leu Leu Arg Trp Trp Leu Gly Trp Arg Gin Leu Leu Pro Met 

370 375 380 



Glu Glu Thr Val Met Asp Gly Leu His Gly Gly His lie Ser Met Ser 
385 390 395 400 

Asn Leu Thr Phe Leu Ala Arg Arg Glu Asp Asn Gly Leu Thr Leu Thr 
405 410 415 

Cys Glu Ala Phe Ser Glu Ala Phe Thr Lys Glu Thr Phe Lys Lys Ser 
420 425 430 

Leu lie Leu Asn Val Lys Tyr Pro Ala Gin Lys Leu Trp lie Glu Gly 
435 440 445 
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Pro Pro Glu Gly Gin Lys Leu Arg Ala Gly Thr Arg Val Arg Leu Val 
450 455 460 

Cys Leu Ala lie Gly Gly Asn Pro Glu Pro Ser Leu Met Trp Tyr Lys 
465 470 475 480 

Asp Ser Arg Thr Val Thr Glu Ser Arg Leu Pro Gin Glu Ser Arg Arg 
485 490 495 

✓ 

Val His Leu Gly Ser Val Glu Lys Ser Gly Ser Thr Phe Ser Arg Glu 
500 505 c 510 

Leu Val Leu Val Thr Gly Pro Ser Asp Asn Gin Ala Lys Phe Thr Cys 
515 520 525 

Lys Ala Gly Gin Leu Ser Ala Ser Thr Gin Leu Ala Val Gin Phe Pro 
530 535 540 

Pro Thr Asn Val Thr lie Leu Ala Asn Ala Ser Ala Leu Arg Pro Gly 
545 550 555 560 

Asp Ala Leu Asn Leu Thr Cys Val Ser Val Ser Ser Asn Pro Pro Val 
565 . 570 575 

Asn Leu Ser Trp Asp Lys Glu Gly Glu Arg Leu Glu Gly Val Ala Ala 
580 585 590 

Pro Pro Arg Arg Ala Pro Phe Lys Gly Ser Ala Ala Ala Arg Ser Val 
595 600 605 

Leu Leu Gin Val Ser Ser Arg Asp His Gly Gin Arg Val Thr Cys Arg 
610 615 620 

Ala His Ser Ala Glu Leu Arg Glu Thr Val Ser. Ser Phe Tyr Arg Leu 
625 630 635 640 

Asn Val Leu Tyr Arg Pro Glu Phe Leu Gly Glu Gin Val Leu Val Val 
645 650 655 

Thr Ala Val Glu Gin Gly Glu Ala Leu Leu Pro Val Ser Val Ser Ala 
660 665 670 

Asn Pro Ala Pro Glu Ala Phe Asn Trp Thr Phe Arg Gly Tyr Arg Leu 
675 680 685 

Ser Pro Ala Gly Gly Pro Arg His Arg lie Leu Ser Ser Gly Ala Leu 
690 695 700 



5 



XQ&IESB&H. ,Q S2 Q. Q2 



His Leu Trp Asn 
705 

Cys Gin Asn Ser 



His Tyr Ala Pro 
740 

Val Gly Gly Ser 
755 

Leu Pro Gly Met 
770 

Gin Ser Leu Asp 
785 

o 

Leu Arg lie His 



Val Thr Arg Ala 
710 

Glu Gly Thr Ala 
725 

Thr lie Arg Ala 



Val Asp lie Val 
760 

Phe Asn Trp Glu 
775 

Asp Met Glu Lys 
790 

His Ala Lys Leu 
805 



Asp Asp Gly Leu 
715 

Glu Ala Arg Leu 
730 

Leu Gin Asp Pro 
745 

Cys Thr Val Asp 



Arg Leu Gly Glu 
780 

lie Ser Arg Gly 
795 

Ala Gin Ala Gly 
810 



Tyr Gin Leu His 
720 

Arg Leu Asp Val 
735 

Thr Glu Val Asn 
750 

Ala Asn Pro lie 
765 

Asp Glu Glu Asp 



Pro Thr Gly Arg 
800 

Ala Tyr Gin Cys 
815 



lie Val Asp Asn Gly Val Ala Pro Pro Ala Arg Arg Leu Leu Arg Leu 
820 825 830 

Val Val Arg Phe Ala Pro Gin Val Glu His Pro Thr Pro Leu Thr Lys 
835 840 845 

Val Ala Ala Ala Gly Asp Ser Thr Ser Ser Ala Thr Leu His Cys Arg 
850 855 860 

Ala Arg Gly Val Pro Asn lie Val Phe Thr Trp Thr Lys Asn Gly Val 
865 870 875 880 

Pro Leu Asp Leu Gin Asp Pro Arg Tyr Thr Glu His Thr Tyr His Gin 
885 890 895 

Gly Gly Val His Ser Ser Leu Leu Thr lie Ala Asn Val Ser Ala Ala 
900 905 910 

Gin Asp Tyr Ala Leu Phe Thr Cys Thr Ala Thr Asn Ala Leu Gly Ser 
915 920 925 

Asp Gin Thr Asn He Gin Leu Val Ser He Ser Arg Pro Asp Pro Pro 
930 935 940 

Ser Gly Leu Lys Val Val Ser Leu Thr Pro His Ser Val Gly Leu Glu 
945 950 955 960 
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Trp Lys Pro Gly Phe Asp Gly Gly Leu Pro Gin Arg Phe Cys lie Arg 
965 970 975 

Tyr Glu Ala Leu Gly Thr Pro Gly Phe His Tyr Val Asp Val Val Pro 
980 985 990 

Pro Gin Ala Thr Thr Phe Thr Leu Thr. Gly Leu Gin Pro Ser Thr Arg 
995 1000 1005 

Tyr Arg Val Trp Leu Leu Ala Ser Asn Ala Leu Gly Asp Ser Gly Leu 
1010 1015 1020 

Ala Asp Lys Gly Thr Gin Leu Pro He Thr Thr Pro Gly Leu His Gin 
1025 1030 1035 1040 

Pro Ser Gly Glu Pro Glu Asp Gin Leu Pro Thr Glu Pro Pro Ser Gly 
1045 1050 1055 

Pro Ser Gly Leu Pro Leu Leu Pro Val Leu Phe Ala Leu Gly Gly Leu 
1060 1065 1070 

Leu Leu Leu Ser Asn Ala Ser Cys Val Gly Gly Val Leu Trp Gin Arg 
1075 1080 1085 

Arg Leu Arg Arg Leu Ala Glu Gly He Ser Glu Lys Thr Glu Ala Gly 
1090 1095 1100 

Ser Glu Glu Asp Arg Val Arg Asn Glu Tyr Glu Glu Ser Gin Trp Thr 
1105 1110 1H5 H20 

Gly Glu Arg Asp Thr Gin Ser Ser Thr Val Ser Thr Thr Glu Ala Glu 
1125 H30 1135 

Pro Tyr Tyr Arg Ser Leu Arg Asp Phe Ser Pro Gin Leu Pro Pro Thr 
1140 1145 1150 

Gin Glu Glu Val Ser Tyr Ser Arg Gly Phe Thr Gly Glu Asp Glu Asp 
1155 1160 H65 

Met Ala Phe Pro Gly His Leu Tyr Asp Glu Val Glu Arg Thr Tyr Pro 
1170 1175 H80 

Pro Ser Gly Ala Trp Gly Pro Leu Tyr Asp Glu Val Gin Met Gly Pro 
1185 H90 H95 1200 

Trp Asp Leu His Trp Pro Glu Asp Thr Tyr Gin Asp Pro Arg Gly He 
1205 1210 1215 
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Tyr Asp Gin Val Ala Gly Asp Leu Asp Thr Leu Glu Pro Asp Ser Leu 
1220 1225 1230 

Pro Phe Glu Leu Arg Gly His Leu Val 
1235 1240 



<210> 3 
<211> 40 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> PEPTIDE 
<222> (1) . . (40) 

<220> 

<221> DOMAIN 
<222> (1) . . (40) 

<223> Transmembrane ous domain 



<400> 3 

Gly Pro Ser Gly Leu Pro Leu Leu 
1 5 

Leu Leu Leu Leu Ser Asn Ala Ser 
20 

Arg Arg Leu Arg Arg Leu Ala Glu 
35 40 



Pro Val Leu Phe Ala Leu Gly Gly 
10 15 

Cys Val Gly Gly Val Leu Trp Gin 
25 30 



<210> 4 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> PEPTIDE 
<222> (1) . . (11) 

<400> 4 

Leu Pro Thr Glu Pro Pro Ser Gly lie Ser Glu 
1 5 10 



<210> 5 
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<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: deduced 
human cDNA ' 

<400> 5 

ctgcccacag agccaccttc aggcatctca gag 



<210> 6 
<211> 21 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: deduced from 
human cDNA 

<400> 6 

gacaaagcca gacagacgca g 

<210> 7 
<211> 9 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: deduced from 
human cDNA 



<220> 



<400> 7 
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agcttccgc 
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